
A
273,463,260 Replicate 1 Mapped PE Reads
276,061,728 Replicate 2 Mapped PE Reads

12,611,860 Replicate 3 Maped PE Reads

B
7,662,140 Replicate 1 Valid Pairs
21,943,860 Replicate 2 Valid Pairs
2,862,460 Replicate 3 Valid Pairs
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Figure S2


